Introduction
About one in eight women will be diagnosed with breast cancer during their lifetime, making this the most frequent malignant diseases in women [1] .
Figures published by the WHO indicate that, worldwide, about 1,000,000 women develop breast cancer every year. Breast cancer comprises a
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International Publisher heterogeneous group of malignant diseases that can be differentiated primarily on the basis of histopathological criteria into several distinct sub-groups of varying incidences [2] .
Intense research efforts in recent years have provided insight into a large number of the complex molecular mechanisms involved in the pathogenesis of breast cancer [3] . Current attempts to develop individualized tumor therapies are aimed at identifying and treating further distinct subtypes on the basis of therapeutically relevant surrogate markers [4, 5, 6, 7, 8] . In addition to the classical histopathological parameters, the IHC characterization of hormone receptor status and HER2 as well as when indicated the cytogenetic detection of HER2 gene amplification represent the first important parameters upon which individualized tumor-specific therapy for breast carcinoma can be based. About 85% of all breast cancer patients currently receive such individualized therapy, which is aimed at the inhibition of HER2 (Trastuzumab, Lapatinib) and estrogen receptors (Tamoxifen, Letrozol) and is now considered standard treatment [9] .
Thus, breast carcinoma can be roughly divided into tumors that are positive for estrogen/progesterone receptors and/or HER2 (triple-positive) which are suited to established, personalized therapy and those that are negative for these markers (triple-negative) without such benefit.
Triple-negative tumors are primarily defined, therefore, by an absence of surrogate markers of relevance for individualized therapy. As has been shown in numerous studies, triple-negative tumors vary in tumor progression, the development of therapeutic resistance, and the clinical course [10, 11, 12, 13, 14, 15] , which indicates that they comprise a heterogeneous group. Further characterization and subtyping of triple-negative tumors on the basis of therapeutically relevant biomarkers is therefore strongly necessary.
To this end, a number of international microarray and NGS studies have produced data on the characterization of triple-negative tumors at the molecular level [13, 16, 17, 18] . In addition, further attempts to subtype these tumors have differentiated between basal-like and myoepithelial tumors [19, 20, 21] the findings being primarily of prognostic relevance. However, little therapeutic strategies targeting basal-like tumor cell specific surrogate markers have yet been developed.
The search for new approaches to individualized therapy during recent years has revealed biomarkers with predictive relevance for a large number of malignant diseases, which have been used in the development of individualized tumor therapy modalities in clinical trials. Various RTK families are of particular importance here. The treatment success achieved with trastuzumab (Herceptin) in HER2+ breast cancer has stimulated a search for other therapeutic targets including other members of elements of the epidermal growth factor receptor (EGFR) family.
The concept of growth factor receptor based anti-tumor therapy has been investigated and developed in recent years, especially in relation to EGFR. This has produced a series of EGFR inhibitors that have been approved for the treatment of epithelial tumors. In addition to the therapeutic monoclonal antibodies cetuximab and panitumumab, which are of great importance in the treatment of colorectal carcinoma, antineoplastic effects have been demonstrated for the receptor tyrosine kinase inhibitors (RTKI) gefitinib (Iressa) and erlotinib (Rarceva) in non-small cell lung cancer and for lapatinib (Tykerb) in metastatic breast cancer [22, 23, 24] .
In addition to the representatives of the EGF receptor family, insulin-like growth factor receptor 1 (IGF-1R) is a further promising candidate for the development of individual therapeutic approaches in oncology. Various specific therapeutic monoclonal antibodies and RTKI against IGF-1R, growth factor antagonists and IGF-1R are currently undergoing clinical trials [25, 26, 27] .
The aim of the present study was, by means of gene expression analysis and IHC investigations, to identify various RTK of the EGFR and IGFR families that would enable patient stratification for the purposes of target-oriented individualized tumor therapy in TNBC. In addition, correlation analysis was undertaken to shed light on possible interactions amongst the various RTK and provide a basis for innovative approaches to individualized tumor therapy.
Materials and Methods

Patients and tumors
A total of 29 triple-negative invasive ductal breast carcinomas, which had been diagnosed in the course of routine histopathological investigation at the Institute of Pathology, Ludwig-MaximiliansUniversität Munich during the years 2003 to 2005, were selected for investigation. All tumors were re-determined for negative hormone receptor and negative HER2 status according to up-to-date histopathological guidelines and recommendations [28, 29] . ER and PR negativity was defined as positive staining in <1% of tumor cells. HER2 negativity was defined as an IHC score of 0 or 1+; those with an immunoreactive score of 2+ underwent HER2-specific FISH analysis to exclude HER2 gene amplification. Further selection criteria included the high-risk parameters of high tumor grade (grade 3) and low age (cut-off of ≤ 55 years) at primary manifestation of disease (average age 41 years; x = 41.3 years; s = 7.8 years) at the time of diagnosis. Tumor size was documented in relation to the patient specific chemotherapeutic treatment regimen before adjuvant respectively before neoadjuvant chemotherapeutic treatment. The mean tumor size was 3.3 cm (x = 3.3 cm, s = 3.5 cm). Nineteen patients received adjuvant chemotherapy and 9 patients neoadjuvant chemotherapy. Within the observation time of this study recurrence rate was 24% for patients treated with adjuvant chemotherapy and 63% for patients with neoadjuvant treatment. None of the patiens with neoadjuvant chemotherapy showed a pathological complete response (pCR). Tumors in 6 patients showed an infiltration of lymph or blood vessels (lymphangiosis-, hemangiosis carcinomatosa) at the time of diagnosis and one patient had distant metastases. Details of the diagnostically relevant parameters in the study group are given in Table 1 .
Material investigated
The investigations were performed on formalin-fixed, paraffin-embedded tissue (FFPET) processed for routine histopathological diagnostic investigation. All analyses were performed at resection specimens.
Deparaffinisation and RNA extraction
For each case, nine 4-µm FFPET whole sections comprising more than 70% tumor were cut and deparaffinized according to standard protocols. Total RNA was isolated by means of a commercial RNA isolation kit (High-Pure RNA Isolation Kit, Roche). RNA samples were analyzed photometric for their qualitative and quantitative content (NanoDrop, Thermo Scientific, USA). The minimum RNA content required for gene expression analysis was 300 ng/µl (total volume: 45 µl). An adequate amount of total RNA could be isolated from a total of 29 of the 31 triple-negative tumors that were initially selected for investigation.
cDNA synthesis
cDNA synthesis was performed by primer-specific reverse transcription of total RNA according to a standard protocol (Transkriptor First Strand cDNA Synthesis Kit, Roche). In brief, 3 µl RNA (50 ng/µl), 1 µl sequence-specific primer (1 µM), 9 µl distilled water, 4 µl 5X buffer, 2 µl nucleotide mix (each 10 mM), 0.5 µl protector RNase inhibitor (40 U/µl) and 0.5 µl transcriptor reverse transcriptase (20 U/µl) per reaction were mixed, preincubated for 10 minutes at 95°C and incubated for one hour at 50°C. 
PCR Amplification
Gene expression data were obtained using sequence-specific detection probes (hydrolysis probes). With the help of the Universal ProbeLibrary Software [30], primer-specific sequences and target-specific hydrolysis probes for 34 biomarkers and 5 HKG were determined on the basis of freely accessible data banks (Table 2) . For quantitative PCR, 3.5 µl cDNA (50ng/µl) were added to 16.5 µl PCR Master Mix according to the manufacturer´s instructions (LightCycler® 480 Probes Master, Roche). For all targets, uniform ThermoCycler running conditions were used. In brief, initial preincubation at 95°C for 5 minutes was followed by 45 cycles of 95°C for 10 seconds, 60°C for 20 seconds and 72°C for 1 second. Gene expression profiles were generated on the LightCycler® 480 Real-Time PCR System (Roche).
A standard curve, consisting of diluted human reference RNA (Universal Human Reference RNA, Stratagene), was included for every RT reaction and subsequent RT-PCR. For a run to be accepted there had to be a valid negative control and an amplification efficiency of between 1.9 and 2.1. Expression data were normalized to five averaged HKG. All experiments were performed in duplicate and the results averaged. Calibrator based calculations were used to determine relative gene expression profiles [31] .
Immunohistochemical analysis
IHC investigation for various surrogate markers was performed to substantiate the results of gene expression analysis and to identify basal-like breast carcinomas. Markers investigated included the RTK EGFR, HER2 and IGF-1R, the hormone receptors ER and PR, and the basal-like marker CK5/6 [32] . Whole FFPET sections cut at 3 µm were stained with a Ventana Benchmark XT autostainer (Ventana Medical Systems). Details of the antibodies and methods employed are given in Table 3 .
Slides were counterstained with haematoxylin (Ventana). System and isotype controls were included. IHC investigation for ER and PR and for HER2 was performed according to up-to-date histopathological guidelines and recommendations [28, 29] .
Immunostaining for EGFR and IGF-1R was evaluated semiquantitatively with a scoring system similar to that established for HER2 (0: no membrane-specific staining, 1+: weak, incomplete cell membrane staining in <10% of cells, 2+: weak or moderate staining of the complete cell membrane in > 10% of cells, 3+: strong, complete membrane staining in > 10% of cells. Immunostaining for CK 5/6 was evaluated according to the criteria of Dabbs et al. [33] (0: no staining, R: single cells stained, 1+: 5-30% of cells stained, 2+: >30-60% of cells stained, 3+: > 60% of cells stained). The scores 0 and R were considered negative, 1+ to 3+ positive.
Statistical analysis
Statistical evaluation was performed with the help of the statistics software SPSS (Chicago, USA) and R [34] . The Kolmogorov Smirnov test was used to test for normal distribution. The Mann-Whitney U test and Student's t-test were used to test for significant differences in gene expression between the postulated subtypes RTK-high and RTK-low. T-test for equality of means and Levene´s test for equality of variances was applied to demonstrate the statistic independence of tumor samples with adjuvant and neoadjuvant chemotherapeutic treatment in context to the gene-expression analyses. The influence of clinical parameters on the gene expression profile was investigated by multivariate analysis on the basis of the Chi-square test and the Mann-Whitney U test. Correlation between variables was observed with Pearson respectively Spearman rank correlation analyses. Hierarchical cluster analysis was performed to identify subtypes within the study cohort. The 3-year survival rate was analyzed with the Kaplan-Meier curve.
Ethics approval and consent to participate
Specimens and data were anonymized, and the need for consent was waived by the institutional ethics committee of the Medical Faculty of the Ludwig Maximilians University of Munich.
Results
Biomarker detection efficiencies within RT-PCR analyses
In the present study 34 tumor associated biomarkers relevant for EGFR and IGF-1R families and related biomarkers of the downstream signaling as well as 5 HKG were analyzed. Expression profiles for all tumor samples could be obtained for 31 of the biomarkers and all five HKG.
Differentiation of triple-negative tumors into two distinct subtypes on the basis of gene expression profiling of RTK associated biomarkers
Hierarchical cluster analysis revealed a dichotomous differentiation pattern amongst the triple-negative tumors (Figure 1) .
The two subtypes were characterized by low (subtype RTK-low; N=15) and high (subtype RTK-high; N=14) gene expression of the biomarkers investigated. The corresponding relative gene expression values of each biomarker are shown in Table 4 .
Further statistical analysis confirmed significant differences in gene expression between the subgroups RTK-low and RTK-high for 16 of the 31 biomarkers evaluated (Table 4 ). Of particular interest were significant differences for 3 of the 6 analyzed RTK (HER4, p≤ 0.001; IGF-1R, p < 0,001; IGF-2R, p = 0.015; Figure 2 ). Interestingly, significant differences in gene expression patterns for ER (p = 0.001) and PR (p < 0.001) were also found between the two subtypes ( Figure 2) . By contrast, all cases of triple-negative tumors, by definition lacked IHC staining for ER and PR.
Correlation analysis was performed to determine whether the RTK and hormone receptors investigated are subject to functional interaction (Table 5 ). Increased correlation, in particular for HER4 with ER (r = 0.675; p≤0.001), HER4 with PR (r=0.623, p≤0.001), as well as IGF-1R with ER (r = 0.419; p=0.024) and IGF-1R with PR (r=0.555; p=0.002) was found ( Figure 3) .
Additionally, we compared the patient survival based on the RTK-high and RTK-low gene signature. Kaplan-Meier analysis demonstrated superior three-year survival in the RTK-high group as opposed to the patients in the RTK-low group (three-year survival rate of 100% v. 60%; log-rank test, p-value = 0.022; Figure 4) . In summary, two subtypes of TNBC could be identified on the basis of gene expression profiles of 16 biomarkers of the EGF and IGF receptor families and biomarkers of their downstream signaling as well as the hormone receptors ER and PR (Table 4) . Of special interest are the RTK HER4 and IGF-1R, as well as the hormone receptors ER and PR, for which the findings of correlation analysis indicate functional interaction in cell signaling.
Comparison of IHC and gene expression findings
In order to determine to what extent the differences in gene expression between the subtypes RTK-high and RTK-low as detected by RT-PCR are also reflected at the protein level, IHC investigations were carried out for certain key proteins from the biomarker panel (IGF-1R and EGFR: study findings, HER2, ER and PR: findings of routine diagnostic As shown in Table 1 , each case in the study group exhibited a triple negative phenotype according to established histopathological criteria. However, there were highly significant differences in the gene expression profiles for both ER (p Mann-Whitney U test = 0.001) and PR (p Mann-Whitney U test ≤ 0.001) amongst the triple-negative tumors in relation to the postulated subtypes RTK-high and RTK-low. As with the IHC findings, no significant difference was found for HER2 at the transcriptional level between the postulated subtypes RTK-high and RTK-low (p t-test = 0.794; r Spearman-Rho = -0.087, p = 0.655).
Immunohistochemical characterization of basal-like subtypes
In relation to the much debated question as to the extent to which triple-negative tumors correspond to the basal-like breast cancer subtype, and to determine to what extent one of the two triple-negative subtypes defined in the study correlates with the basal-like subtype, IHC staining for the basal-like tumor associated biomarker CK5/6 and EGFR was performed. The IHC analyses revealed a basal-like phenotype within 79% of the samples. Statistical analysis did show no significant difference between the triple-negative subtypes defined in this study on the basis of gene expression analyses and the basal-like and non-basal-like TNBC subtypes (p Pearson Chi-Square test = 0.080).
Comparison of clinical parameters and genetic expression of tumor-related biomarkers
By means of multivariate analysis the variables nodal status, age, tumor size and angiosis carcinomatosa were tested for a possible relationship to biomarker expression and subtype (RTK-high and RTK-low). The Chi-square test and Mann-Whitney U test failed to show a significant relationship between any of the clinicopathological parameters and the subtypes.
T-test for equality of means and Levene's test for equality of variances demonstrated the statistic independence of tumor samples with adjuvant and neoadjuvant chemotherapeutic treatment in context to the RTK gene-expression analyses (Table 6 ). None of the changes was significant after Bonferroni correction.
Discussion
Characterization and subtyping of triple-negative tumors based on therapeutically relevant RTK
The search for individualized treatment strategies in recent years has revealed biomarkers with predictive relevance for a large number of malignancies. This information has been applied to the development of individualized tumor therapies. The various RTK are of special importance here, particularly representatives of the EGF and IGF receptor families which, in the case of overexpression, represent target proteins for individualized tumor therapy for an increasing number of tumor entities.
In the case of breast cancer, too, gene expression data and IHC findings have characterized patients for whom target-specific therapy is suitable. A number of clinical trials are concerned with the question as to what extent inhibition of EGFR or IGF-1R by specific monoclonal antibodies or RTKI can benefit patients with advanced breast cancer [35, 36, 37, 38, 39] At the same time, it has been shown in recent years that despite the importance of single tumor-relevant biomarkers, the neoplastic behaviour of tumors is influenced by numerous interactions in downstream signaling. The crosstalk of various overexpressed RTK, hormonal transcriptional regulation (ER) or mutational, constitutive activation in downstream signaling (EGFR, KRAS) represent multifactorial mechanisms involved in tumor growth. Because of the complexity of the situation, more recent clinical trials have focused increasingly on combination treatment strategies in narrowly defined patient groups. The characterization of breast tumors using a panel of tumor-specific surrogate markers not only contributes to a better understanding of functional mechanisms involved in tumor differentiation, growth and invasion, but also represents a basis for new combination treatment strategies. In addition, exact subtyping of breast cancer cases such as luminal A, luminal B, normal breast-like, ERBB2-overexpressing and basal-like molecular subtypes of breast cancer is still used for optimal patient selection in clinical trials.
In the study presented, we examined gene expression levels of various RTK and related biomarkers in TNBC without individualized treatment options with the aim of defining heterogeneous expression patterns and possible TNBC subtypes. Hierarchical cluster analysis was able to identify a panel of biomarkers that allows two distinct subtypes of TNBC to be distinguished. Further analysis of the genetic cluster emphasizes in particular the significance of the two RTK IGF-1R and HER4, as well as the hormone receptors ER and PR. Cases with overexpression of these markers described above (RTK-high) represent a potentially interesting group for clinical investigations. In addition, the possibility to identify those breast cancer patients who are potential responders for personalized medicine targeting IGF-1R or ER is of particular significance.
Differentiation of triple-negative tumors into basal-like positive and negative subtypes
Several
microarray-based studies have demonstrated a differentiation of breast cancer into at least 5 different subtypes [40, 41, 42, 43] . Selected gene sets for around 500 biomarkers enable subtyping of breast carcinoma into luminal A, luminal B, normal breast-like, ERBB2-overexpressing and basal-like tumors. Tumors with the basal-like phenotype which are characterized by, among other features, by the absence of IHC ER and HER2 expression, are of particular clinical interest. Scientific studies employing IHC techniques and gene expression analysis have shown that up to 15% of all breast cancers exhibit the basal-like subtype [32, 33] . Numerous studies have attempted to equate triple-negative tumors with basal-like breast cancer, and indeed an accumulation of the basal-like phenotype amongst triple-negative tumors has been documented. Nevertheless, it has been shown that the two are not identical with each other [44] . Comparative analysis has shown that, although triple-negative tumors (immunohistochemically defined) often show a basal-like phenotype, and tumors diagnosed as basal-like breast cancer (on the basis of gene expression) are predominantly triple-negative, the two categories are up to 30% discordant [19, 45] .
Methods for the identification of the basal-like phenotype rely mainly on the detection of expression of proliferation-specific biomarkers by gene expression analysis and immuno-histochemical techniques. Our study utilized IHC staining for CK 5/6. Eighty-one percent of the tumor samples were found to express a basal-like phenotype, a prevalence consistent with figures quoted in the literature.
In our study, comparison of the subtypes RTK-high and RTK-low and the group classed as CK 5/6 positive revealed no significant correlation. Therefore, on the basis of our findings it can be assumed that this is a newly defined and independent gene expression signature that permits further subtyping of TNBC into RTK-high and RTK-low genotypes.
Gene expression of ER in triple-negative breast cancer
IHC analysis of the hormone receptor status, is one of the standardized clinical investigations used in the diagnostic work-up of patients with breast cancer for treatment prediction. Selection of the cases for our study was based upon the findings of routine histopathological investigations. By definition, all exhibited a negative (<1%) IHC score for ER and PR. By contrast, our gene expression analysis revealed over-expression of ER and PR in some cases, there being a highly significant difference between the subtypes RTK-high and RTK-low. The discrepancy may be due to the increased sensitivity of RT-PCR. Differences in regulation of protein expression at the translational level are also conceivable.
The results of correlation analysis pertaining to IGF-1R, HER4 and ER in tumors with the RTK-high genotype suggest that these receptors interact with each other through regulatory mechanisms. Hence, further in-vivo investigations, especially into the potential of new immunotherapeutic approaches using combined immunotherapeutic approaches in TNBC patients with the RTK-high genotype, would be of great interest [46, 47, 48] .
Crosstalk between IGF-1R and ER signaling
Recent studies have shown that there is crosstalk in cell signaling between RTK and ER. Various different trans-activating mechanisms with stimulating effects on the downstream signaling of adjacent RTK and ER were generally found [49, 50] .
IGF-1R is one of the most important representatives of the IGF receptor family and, like ER, is associated with neoplastic properties when overexpressed [51, 52, 53] .
In our study we found increased expression of IGF-1R and ER in TNBC of the RTK-high subtype. In addition, strong correlation between IGF-1R and ER was seen, which suggests functional interaction between the two receptors. As shown in recent studies, IGF-1R and ER are able to trans-activate each other and lead to activation or enhancement of downstream signaling [52] . In addition, in vivo experiments have demonstrated their combined significance in tumorigenesis [54] .
In studies of IGF-1R-mediated ER activation [55, 56, 57] it has been shown that tyrosine kinases involved in IGF-1R downstream signaling, such as MAPK, RSK and AKT, are able to phosphorylate and activate ER at the AF-1 domain (Serin118, Serin167). Furthermore, in vivo experiments showed that IGF-1 is able to increase the expression of PR, an estrogen response element.
In addition to IGF-1R-mediated ER phosphorylation and activation, effects of ER on IGF-1R signaling have also been demonstrated [47] . ER is able, by means of various different regulatory mechanisms, to impact on IGF-1R downstream signaling. Studies have shown that anti-estrogens like tamoxifen can inhibit IGF-mediated growth [58] . Thus, it has been demonstrated that estrogens are able to regulate IGF-1R at the transcriptional level and to transactivate IGF-1R by phosphorylation. ER belongs to the steroid hormone receptor family and functions primarily as a transcription factor. IGF-1R is one of the most important estrogen response elements [58] .
Besides the ability of ER to inactivate inhibitory elements of IGFR signaling, such as IGFBP-3, binding of ER to Shc with subsequent phosphorylation of MAPK have also been described. In addition to the singular importance of hormone receptors as a therapeutic target, several studies have demonstrated the existence of complex regulatory mechanisms and interactions in downstream signaling between ER/PR and growth factors [59, 60] . Several clinical trials concerning the combined use of IGF-1R and ER-inhibitors are under investigation [61, 62] .
Crosstalk between HER4 and ER signaling
The c-erbB-4 gene (HER4) belongs to the EGFR family. Little is known about the functional significance of HER4 in the pathogenesis of breast cancer. In normal breast tissue, its functions include the differentiation of myocardial cells and mammary epithelial cells and the development of the central nervous system [63, 64] . Compared to the most important representatives of the EGFR family, EGFR and HER2, the prognostic impact of HER4 expression in breast cancer are basically unclear and controversially discussed [65, 66] . Unlike the remaining members of the EGF receptor family, which act primarily as mitogenic effectors in breast cancer cells, HER4 appears to have a large number of different functions in normal and neoplastic breast tissue. With regard to the overexpression of HER4, experimental studies have shown both oncogenic and tumor suppressive functions [67, 68] . Other investigations have also shown that HER4 is generally associated with differentiated and less aggressive tumors, and that it correlates with a better prognosis and a longer disease-free interval [66, 69, 70] . In addition, it has been shown that breast cancer patients who exhibit coexpression of HER4 and ER have a lower recurrence rate [71] and a higher survival rate [72] than those who express ER alone.
Interestingly, several in vivo and in vitro studies have shown a strong correlation and crosstalk between HER4 and ER expression in breast cancer [68, 73, 74] . Intense efforts to elucidate mechanism of crosstalk between HER4 and ER could identify an autocrine HER4/ER signaling pathway where the factor HER4 intracellular domain (4ICD), a cleavage product of HER4, acts as transcriptional coregulator of ER [73, 75, 76, 77, 78] .
Our results point to an increased rate of coexpression of HER4 and ER in triple-negative tumors with the RTK-high phenotype. The coexpression of HER4 and ER suggests the existence of crosstalk in downstream-signaling within defined subpopulations of breast cancer patients.
ER / RTK crosstalk-development of intrinsic and acquired resistance
Antihormonal therapy (tamoxifen, anastrozole) and HER2 inhibition (trastuzumab, lapatinib) represent important cornerstones in personalized therapy for the treatment of breast cancer in women with overexpression of the corresponding receptors. Further promising targets for individualized therapy the RTK EGFR and IGF-1R and targeting the PI3K-Akt pathway are currently subject of several studies and clinical trials [79, 80, 81, 82] . However, follow-up studies did show the development of resistance in some patients receiving antihormonal therapy and/or RTK inhibitors.
Studies have demonstrated intrinsic or acquired resistance to treatment with tamoxifen in 20-30% of hormone-receptor-positive breast cancer patients [83] . Although the mechanisms involved have not yet been clarified in detail, it appears that, in addition to coregulatory and epigenetic mechanisms, transactivating processes between RTK and ER could be responsible [80, 84] . Further investigations have revealed complex co-operation of genomic and non-genomic/fast ER signaling and their crosstalk with growth factor receptors, such as EGFR, HER2, HER4 or IGF-1R, in the development of endocrine resistance [85, 86, 87] . In brief, activated cytoplasmic and membrane-bound ER show the ability to stimulate RTK, either directly via adaptor proteins like Shc, or indirectly by nuclear ER through increased release of RTK-specific ligands, for example HB-EGF. Following subsequent activation of the downstream signaling kinases MAPK and AKT, phosphorylation and thus activation of nuclear ER occurs, which leads to increased gene expression, including the expression of RTK-related genes. Thus, innovative treatment strategies aim at inhibition of both RTK and ER.
Current indications for hormone receptor therapy are based on standardized IHC findings of routine diagnostic investigations. According to the histopathological guidelines and recommendations [28] , antihormonal treatment is indicated when more than 1% of the tumor cells are ER and/or PR positive. Large overviews of randomized clinical trials have confirmed the therapeutic value of antihormonal treatment only in immunreactive ER-positive breast cancers.
Our investigations demonstrated a significant increase in ER gene expression level in a newly characterized subtype (RTK-high) of TNBC. In addition, correlation analysis suggests functional interaction between IGF-1R, HER4 and ER. It is not yet clear to what extent antihormonal therapy would be effective in tumors in which hormone receptor status is negative by immunohistochemistry but gene expression is elevated. However, on the basis of crosstalk between ER and RTK, it is conceivable that a combination of inhibition of both ER and corresponding RTK, like IGF-1R or HER4, could be of benefit.
Conclusions
RTK-associated gene expression profiles generated in this study revealed dichotomous differentiation within the triple-negative study group. IHC analysis verified this at the posttranslational level. Correlation analysis of the biomarkers investigated suggests a functional connection between IGF-1R, IGF-2R, HER4, PR and ER. Based on survival analysis the differentiation of triple-negative tumors with RTK-high and RTK-low gene signature seems to be from prognostic relevance.
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